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Db 

Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 

Db 

Qy 
Db 

Qy 

Db 



1801 GTAATGGAAGGAAATCTTAAGCAGGAAGATGGGACCTCTCTGAAAGTGGCAGTGAAGACC 1860 

lllllllllllliMIIIIIIIMIMIIIMIMIIMIIIIMIIIMIMIIIMII • 

1938 GTAATGGAAGGAAATCTTAAGCAGGAAGATGGGACCTCTCTGAAAGTGGCAGTGAAGACC 1997 
1861 ATGAAGTTGGACAACTCTTCACAGCGGGAGATCGAGGAGTTTCTCAGTGAGGCAGCGTGC 1920 

IMIIIIMIIIIIIIIIIIIII IIIMIIMIIIIIIIIIIIIIIIIIIIIIIIIIII 

1998 ATGAAGTTGGACAACTCTTCACATCGGGAGATCGAGGAGTTTCTCAGTGAGGCAGCGTGC 2057 

1921 ATGAAAGACTTCAGCCACCCAAATGTCATTCGACTTCTAGGTGTGTGTATAGAAATGAGC 1980 

1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 i 1 1 1 1] 1 1 1 1 1 1 1 1 i M 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 i 

2058 ATGAAAGACTTCAGCCACCCAAATGTCATTCGACTTCTAGGTGTGTGTATAGAAATGAGC 2ll7 
1981 TCTCAAGGCATCCCAAAGCCCATGGTAATTTTACCCTTCATGAAATACGGGGACCTGCAT 204 0 

IIIMIIIIIIIIIIIIIIIIIIIIMIMIIIIIIIIIIIIIIIIIIIIIMIIIMII 

2118 TCTCAAGGCATCCCAAAGCCCATGGTAATTTTACCCTTCATGAAATACGGGGACCTGCAT 2177 

2041 ACTTACTTACTTTATTCCCGATTGGAGACAGGACCAAAGCATATTCCTCTGCAGACACTA 2100 

IIMIIIIIIIIIIIIIIIIIIIIIMIIIIIMIIIIIIIIIIIIMIMIIIIIIIII 

2178 ACTTACTTACTTTATTCCCGATTGGAGACAGGACCAAAGCATATTCCTCTGCAGACACTA 2237 
2101 TTGAAGTTCATGGTGGATATTGCCCTGGGAATGGAGTATCTGAGCAACAGGAATTTTCTT 2160 

IIIIMIIIMIIMMIIIIIIIIMIIIMIIIIIIIIIIIMIIIIIIIIMIIIII 

2238 TTGAAGTTCATGGTGGATATTGCCCTGGGAATGGAGTATCTGAGCAACAGGAATTTTCTT 2297 

2161 CATCGAGATTTAGCTGCTCGAAACTGCAT 2189 

IIIIIIIIIIIIIIIIMIIIIIIIIIII 
2298 CATCGAGATTTAGCTGCTCGAAACTGCAT 2326 



RESULT 11 

HSU08023 

LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 

TITLE 

JOURNAL 
. PUBMED 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 



FEATURES 

source 



HSU08023 3608 bp mRNA linear PRI 30-OCT-1996 

Human cellular proto- oncogene (c-mer) mRNA, complete cds . 

U08023 

U08023.1 GI:505664 

proto-oncogene ; tyrosine-kinase ; receptor . 
Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Euarchontoglires ; Primates; Haplorrhini; 
Catarrhini ; Hominidae ; Homo . 

1 (sites) 

Graham, D.K., Dawson, T,L., Mullaney, D . L . , Snodgrass, H . R. and 
Earp,H.S. 

Cloning and mRNA expression analysis of a novel human 
protooncogene, c-mer 

Cell Growth Differ. 5 (6), 647-657 (1994) 
8086340 

2 (bases 1 to 3608) 
Earp,.H.S. 

Direct Submission 

Submitted (25-MAR- 1994 ) H. Shelton Earp, Cancer Research, 
University of North Carolina at Chapel Hill, Lineberger 
Comprehensive Cancer Center, Chapel Hill, NC 27599-7295, USA 

Location/Qualifiers 

1. . .3608 

/organism="Homo sapiens" 
/mol_type= " mRNA" 
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/db_xref = " taxon : 9606 " 
/chromosome= " 2 " 
/map="2ql3" 
/clone="mNTKl,2" 
. /sex="male" 
/ c e 1 1_ t yp e = " mono cy t e " 

/tissue_type= "peripheral blood leukocyte" 

/note="this sequence represents a correction to the 

sequence published in citation [1] " 
gene 1 . . 3608 

/gene="c-mer " 
CDS 138. .3137 

/gene="c-mer" 

/note= "novel cellular proto-oncogene" 
/codon_start=l 
/protein_id= " AAB604 3 0.1" 
/db__xref ="GI : 505665 " 

/translation="MGPAPLPLLLGLFLPALWRRAITEAREEAKPYPLFPGPFPGSLQ 
TDHTPLLSLPHASGYQPALMFSPTQPGRPHTGNVAIPQVTSVESKPLPPLAFKHTVGH 

- IILSEHKGVKFNCSINVPNIYQDTTISWWKDGKELLGGHHRITQFYPDD,EVTAIIASF 

- SITSVQRSDNGSYICKMKINNEEIVSDPIYIEVQGLPHFTKQPESMNVTRNTAFNLTC 
QAVGPPEPVNIFWVQNSSRVNEQPEKSPGVLTVPGLTEMAVFSCEAHNDKGLTVSQGV 

. QINI KAI PS PPTEVS IRNSTAHS I LI S WVPGFDGYS PFRNCS IQVKEADPLGNGSVMI 
FNTSALPHLYQIKQLQALANYSIGVSCMNEIGWSAVSPWIIiASTTEGAPSVAPLNVTV 
FLNESSDNVDIRWMKPPTKQQDGELVGYRISHVWQSAGISKELLEEVGQNGSRARISV 
QVHNATCTVRIAAVTRGGVGPFSDPVKIFIPAHGWVDYAPSSTPAPGNADPVLIIFGC 
FCGFILIGLILYISLAIRKRVQETKFGNAFTEEDSELWNYIAKKSFCRRAIELTLHS 
LGySEELQNKLEDWIDRNLLILGKILGEGEFGSVMEGNLKQEDGTSLKVAVKTMKLD 
NSSHREIEEFLSEAACMKDFSHPNVIRLLGVCIEMSSQGIPKPMVILPFMKYGDLHTY 
LLYSRLETGPKHIPLQTLLKFMVDIALGMEYLSNRNFLHRDLAARNCMLRDDMTVCVA 
DFGLSKKIYSGDYYRQGRIAKMPVKWIAIESIADRWTSKSDVWAFGVTMWEIRTRGM 
. TPYPGVQNHEMYDYLLHGHRLKQPEDCLDELYEIMYSCWRTDPLDRPTFSVLRLQLEK 
LLESLPDVRNQADVIYVNTQLLESSEGLAQGPTLAPLDLNIDPDSIIASCTPRAAISV 
VTAEVHDSKPHEGRYILNGGSEEWEDLTSAPSAAVTAEKNSVLPGERLVRNGVSWSHS 
SMLPLGSSLPDELLFADDSSEGSEVLM" 

sigj)eptide 138. .191 

/gene="c-mer" 

misc_f eature 405. .683 

/gene= "c-mer" 

/note=" shows immunoglobulin domain similarity" 
misc_f eature 731. .934 

/gene="c-mer" 

/note=" shows immunoglobulin domain similarity" 
misc_f eature -984. .1253 

/ gene=" c-mer" 

/note=" shows fibronectin type III domain similarity"- 
misc_f eature 1263. .1577 

/gene=" c-mer" 

/note=" shows fibronectin type III domain similarity" 
misc_dif ference 1281'^1282 

/gene="c-mer" 

/note=" insertion site of this sequence, which is 
alternatively spliced into a small portion of mer 
transcripts" 

/replace= " ctttcaaatatgtgttgaaatctctcttctactgttgactcctctttg 

cctt" 

misc_f eature 1635. .1700 

/gene=" c-mer" 

/note=" encodes transmembrane region" 
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polyA_site 3608 

/gene="c-mer " 
/note="27 A residues" 

ORIGIN 

Query Match 55.1%; Score 1679; . DB 5; Length 3608; 

Best Local Similarity 99.5%; Pred. No. 0; 

Matches 2179; Conservative 0; Mismatches 10; Indels 0; Gaps 0; 



Qy 


1 


ATGGGGCCGGCCCCGCTGCCGCTGCTGCTGGGCCTCTTCCTCCCCGCGCTCTGGCGTAGA 


60 




1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


138 


ATGGGGCCGGCCCCGCTGCCGCTGCTtrL 1 vjCjCjCC i L i i C^v- i L.v^v»l.C3L-vjU 1 L. i i AvjA 




Qy 


61 


GCTATCACTGAGGCAAGGGAAGAAGCCAAGCCTTACCCGCTATTCCCGGGACCTTTTCCA 


120 




IIIIIIIIIIIIIIIIIIIIIIIIIIIMIMNIIIIIIIIIIIIIIIIIMIIIIIII 




Db 


198 


GCTATCACTGAGGCAAGGGAAGAAGCLAAGCL J. i. ALLLvarL lAi 1 v^v-v*vjU<jAv^v- J. l i 




Qy 


121 


GGGAGCCTGCAAACTGACCACACACCGCTGTTATCCCTTCCTCACGCCAGTGGGTACCAG 


180 


Db 


258 


j 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 M 1 1 1 M M 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

GGGAGCCTGCAAACTGACCACACACCGCTGTTATCCCTTCCTCACGCCAGTGG(jriALC,At3 


61. i 


Qy 


181 


CCTGCCTTGATGTTTTCACCAACCCAGCCTGGAAGACCACATACAGGAAACGTAGCCATT 


240 




IIIIIIIMIIIMilllllllllllMIIMIIIIIIIIIIIMIIIIIIIIIIIIIII 




Db 


318 


CCTGCCTTGATGTTTTCACCAACCCAGCCTCjGAAGALLALAi ALACjVjAAAUL^ i 


IT? 


Qy 


241 


CCCCAGGTGACCTCTGTCGAATCAAAGCCCCTACCGCCTCTTGCCTTCAAACACACAGTT 


300 




1 1 1 1 1 1 1 1 1 1 M 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1' 1 1 N 1 1 




Db 


378 


CCCCAGGTGACCTCTGTCGAATCAAAGCCCCTACCGCCTCTTGCCTTCAAACACAL ACj 1 i 


All 


Qy 


301 


GGACACATAATACTTTCTGAACATAAAGGTGTCAAATTTAATTGCTCAATCAGTGTACCT 


360 




llllllllllllllllllllllllllllllllllllllllllllllllllll lllllll 




Db 


438 


GGACACATAATACTTTCTGAACATAAAGGTGTCAAATTTAATTGCTCAATCAATCj 1 Av^ i 


A Q 1 


Qy 


361 


AATATATACCAGGACACCACAATTTCTTGGTGGAAAGATGGGAAGGAATTGCTTGGGGCA 


420 




MIIIIIMIIIIIIMIIIII Mill I.IIIIMIIIIIIII Mil llllll mill 1 




Db 


498 


■ft ^ *w« — m*n tnri ^^^H TV TV TV ^•^l TV TV TV ^nr^tt*! ^inn^H^I ^1 ^H^*^* TV TV TV TV fP^i^l ^< TV TV ^^^^ TV T\ ^P^P^'^" 1 1 ^^^^^^^^^^^ TV 

AATATATACCAGGACACCACAATTTCTTGGTGGAAAGATGGGAAGGAATTGCl TvjVjVjCjvjA 




Qy 


421 


CATCATGCAATTACACAGTTTTATCCAGATGATGAAGTTACAGCAATAATCGCTTCCTTC 


480 




IIIIIJ Mil III Mil II II III III MM lllllll INI II II III III Mil II 




Db 


• 558 


CATCATCGAATTACACAGTTTTATCCAGATGATGAAGTTACAGCAATAATCGCTTCCTTC 


D± / 


Qy 


481 


AGCATAACCAGTGTGCAGCGTTCAGACAATGGGTCGTATATCTGTAAGATGAAAATAAAC 


540 




IIMIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIMIUII 




Db 


618 


AGCATAACCAGTGTGCAGCGTTCAGACAATGGGTCGTATATCTGTAAGATGAAAATAAAC 




Qy 


541 


AATGAAGAGATCGTGTCTGATCCCATCTACATCGAAGTACAAGGACTTCCTCACTTTACT 


600 




M1MIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIII 




Db 


678 


AATGAAGAGATCGTGTCTGATCCCATCTACATCGAAGTACAAGGACTTCCTCACTTTACT 


737 


Qy 


• 601 


AAGCAGCCTGAGAGCATGAATGTCACCAGAAACACAGCCTTCAACCTCACCTGTCAGGCT 


660 




IIIIIMIMIIIIMIIIIIIMIIIIIIIIIIIMMMIIIMMIIIIIIIIIIII 




Db 


738 


AAGCAGCCTGAGAGCATGAATGTCACCAGAAACACAGCCTTCAACCTCACCTGTCAGGCT 


797 


Qy 


661 


GTGGGCCCGCCTGAGCCCGTCAACATTTTCTGGGTTCAAAACAGTAGCCGTGTTAACGAA 


720 




1 1 M 1 II 1 1 M 1 II II M 1 II 1 II 1 1 M II 1 II 1 M 11 II II II 1 M II II 1 II II II II 




Db 


798 


GTGGGCCCGCCTGAGCCCGTCAACATTTTCTGGGTTCAAAACAGTAGCCGTGTTAACGAA 


857 


Qy 


721 


CAGCCTGAAAAATCCCCCTCCGTGCTAACTGTTCCAGGCCTGACGGAGATGGCGGTCTTC 


780 




1 lllllll lllllll Ml IIIIIIIIMIIIIIIIIIIIIIIIIIIIIIMIIIIII.I 
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Db 

Qy 
Db 

Qy 
Db 

Qy 

Db 
Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 
Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 
Qy 

Db 

Qy 



858 CAGCCTGAAAAATCCCCCGGCGTGCTAACTGTTCCAGGCCTGACGGAGATGGCGGTCTTC 917 

7 81 AGTTGTGAGGCCCACAATGACAAAGGGCTGACCGTGTCCAAGGGAGTGCAGATCAACATC 840 

I I I I I I I I I i I I I I I I I I I I I I I M I I I I I M I I M I I I I I I I I I I I I I I M I I I I I I I 
918 AGTTGTGAGGCCCACAATGACAAAGGGCTGACCGTGTCCCAGGGAGTGCAGATCAACATC 977 

841 AAAGCAATTCCCTCCCCACCAACTGAAGTCAGCATCCGTAACAGCACTGCACACAGCATT 900 

IIIMIIIIIIIIIIIIIIIIIIIIMJIIMIIIIIIIIIIIIIMIIIIIIIIIIIII 

978 AAAGCAATTCCCTCCCCACCAACTGAAGTCAGCATCCGTAACAGCACTGCACACAGCATT 1037 

901 CTGATCTCCTGGGTTCCTGGTTTTGATGGATACTCCCCGTTCAGGAATTGCAGCATTCAG 960 

MIIIIIIMMIIIIIMIIMIiMIIMIIIMIIIIIMIMIIIIIIIIIIIMI 

1038 CTGATCTCCTGGGTTCCTGGTTTTGATGGATACTCCCCGTTCAGGAATTGCAGCATTCAG 1097 
961 GTCAAGGAAGCTGATCCGCTGAGTAATGGCTCAGTCATGATTTTTAACACCTCTGCCTTA 1020 

IMIIIIMIMIIIIIIMI IIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIII 

1098 GTCAAGGAAGCTGATCCGCTGGGTAATGGCTCAGTCATGATTTTTAACACCTCTGCCTTA 1157 
1021 CCACATCTGTACCAAATCAAGCAGCTGCAAGCCCTGGCTAATTACAGCATTGGTGTTTCC 1080 

MIMIIIIIIIIIIIIIIIIIIMIMIMIIIIIIIIMMIIIIIIIIIIIIIIIII 

1158 CCACATCTGTACCAAATCAAGCAGCTGCAAGCCCTGGCTAATTACAGCATTGGTGTTTCC 1217 
1081 TGCATGAATGAAATAGGCTGGTCTGCAGTGAGCCCTTGGATTCTAGCCAGCACGACTGAA 114 0 

IIIII1IIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIMIIII IIIIIIIMMI 

1218 TGCATGAATGAAATAGGCTGGTCTGCAGTGAGCCCTTGGATTCTAGCAAGCACGACTGAA 12 7 7 
1141 GGAGCCCCATCAGTAGCACCTTTAAATGTCACTGTGTTTCTGAATGAATCTAGTGATAAT 1200 

IMIIIIIIIMIIIIIIMIIMIMMillMIMMIIIIIIIIIIIIillllllll 

1278 GGAGCCCCATCAGTAGCACCTTTAAATGTCACTGTGTTTCTGAATGAATCTAGTGATAAT 1337 
1201 GTGGACATCAGATGGATGAAGCCTCCGACTAAGCAGCAGGATGGAGAACTGGTGGGCTAC 1260 

lilllllMIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIMIMIIIIIIIIIIIII' 

13 3 8 GTGGACATCAGATGGATGAAGCCTCCGACTAAGCAGCAGGATGGAGAACTGGTGGGCTAC 13 97 

12 61 CGGATATCCCACGTGTGGCAGAGTGCAGGGATTTCCAAAGAGCTCTTGGAGGAAGTTGGC 1320 

liMIIIIIMIIMMIIIMIMIIIIIMIMIIIMIIMMIIIIMIIIMIII 

13 98 CGGATATCCCACGTGTGGCAGAGTGCAGGGATTTCCAAAGAGCTCTTGGAGGAAGTTGGC 1457 
1321 CAGAATGGCAGCCGAGCTCGGATCTCTGTTCAAGTCCACAATGCTACGTGCACAGTGAGG 1380 

IIIIIIIIIIIIIIIIIIMIIIIIIIMIIIMIMIIIIIIIIIIIIIIIMIIIIM 

1458 CAGAATGGCAGCCGAGCTCGGATCTCTGTTCAAGTCCACAATGCTACGTGCACAGTGAGG 1517 
13 81 ATTGCAGCCGTCACCAGAGGGGGAGTTGGGCCCTTCAGTGATCCAGTGAAAATATTTATC 144 0 

IIIIMIIIMIIIIIII.MIIIIIIIMIIIIIIIIMMIIIIilMIIIIIIIIIII 

1518 ATTGCAGCCGTCACCAGAGGGGGAGTTGGGCCCTTCAGTGATCCAGTGAAAATATTTATC 1577 
1441 CCTGCACACGGTTGGGTAGATTATGCCCCCTCTTCAACTCCGGCGCCTGGCAACGCAGAT 1500 

l-IIMIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIMIIIIIIIIIIII 

157 8 CCTGCACACGGTTGGGTAGATTATGCCCCCTCTTCAACTCCGGCGCCTGGCAACGCAGAT 163 7 
1501 CCTGTGCTCATCATCTTTGGCTGCTTTTGTGGATTTATTTTGATTGGGTTGATTTTATAC 1560 

illlMIIIIIIIII III Ml Mill I II Mill IIIIIMIMMM.il II III Mill 

163 8 CCTGTGCTCATCATCTTTGGCTGCTTTTGTGGATTTATTTTGATTGGGTTGATTTTATAC 1697 
1561 ATCTCCTTGGCCATCAGAAAAAGAGTCCAGGAGACAAAGTTTGGGAATGCATTCACAGAG 1620 

II I M II 1 1 11 II II 1 1 II M II I M II I II I II M I II I II M II II M I II II I II II 

1698 ATCTCCTTGGCCATCAGAAAAAGAGTCCAGGAGACAAAGTTTGGGAATGCATTCACAGAG 1757 
1621 GAGGATTCTGAATTAGTGGTGAATTATATAGCAAAGAAATCCTTCTGTCGGCGAGCCATT 1680 
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Db 


1758 


MIMIIMIIIIIIIIIIIMIIMIMIIIIIMIIIIIIIIIIIIIIIIMIIIMI 

GAGGATTCTGAATTAGTGGTGAATTATATAGCAAAGAAATCCTTCTGTCGGCGAGCCATT 


1817 


Qy 


1681 


GAACTTACCTTACATAGCTTGGGAGTCAGTGAGGAACTACAAAATAAACTAGAAGATGTT 

IIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIM 

GAACTTACCTTACATAGCTTGGGAGTCAGTGAGGAACTACAAAATAAACTAGAAGATGTT 


1740 


Db 


1818 


1877 


.Qy 
Db 


1741 
1878 


GTGATTGACAGGAATCTTCTAATTCTTGGAAAAATTCTGGGTGAAGGAGAGTTTGGGTCT 

IIIIIIIIIIIIINIIIIIMI.IIIIMIIMIIIIIIII.MIIIIIIIIIIIIIIIII 

GTGATTGACAGGAATCTTCTAATTCTTGGAAAAATTCTGGGTGAAGGAGAGTTTGGGTCT 


1800 
1937 


Qy 


1801 


GTAATGGAAGGAAATCTTAAGCAGGAAGATGGGACCTCTCTGAAAGTGGCAGTGAAGACC 

IIIIIIIIIIIIIMIIIIIIIIIIIMIIIIIIMIIIIMIIIIMIIIIIIIIIIII 

GTAATGGAAGGAAATCTTAAGCAGGAAGATGGGACCTCTCTGAAAGTGGCAGTGAAGACC 


1860 


Db 


1938 


1997 


Qy 


1861 


ATGAAGTTGGACAACTCTTCACAGCGGGAGATCGAGGAGTTTCTCAGTGAGGCAGCGTGC 

1 1 1 1 1 1 M 1 1 1 1 1 1 M 1 1 M M 1 M 1 1 1 M 1 1 1 1 i 1 1 1 1 1 1 M 1 J 1 1 1 i 1 1 1 1 1 1 M M 

ATGAAGTTGGACAACTCTTCACATCGGGAGATCGAGGAGTTTCTCAGTGAGGCAGCGTGC 


1920 


Db 


1998 


2057 


Qy 


1921 


ATGAAAGAGTTCAGCCACCCAAATGTCATTCGACTTCTAGGTGTGTGTATAGAAATGAGC 

IIIIIMIIIIIMIIIIIIIMIIIIMIIMIIIIMMIIIMIIMIIMIIIIII 

ATGAAAGACTTCAGCCACCCAAATGTCATTCGACTTCTAGGTGTGTGTATAGAAATGAGC 


1980 


Db 


2058 


2117 


Qy 


1981 


TCTCAAGGCATCCCAAAGCCCATGGTAATTTTACCCTTCATGAAATACGGGGACCTGCAT 

Mill Mill MINI 1 MINI Mil MM II lllllll II Ml Ml 111.1 II mill 

TCTCAAGGCATCCCAAAGCCCATGGTAATTTTACCCTtCATGAAATACGGGGACCTGCAT 


2040 


Db 


2118 


2177 


Qy 


2041 


ACTTACTTACTTTATTCCCGATTGGAGACAGGACCAAAGCATATTCCTCTGCAGACACTA 

IIMIIIIIIIIIIIIIIIIIIIIIIIIIIMMIIIMIIIIIIIMIMIIIIMIM 

ACTTACTTACTTTATTCCCGATTGGAGACAGGACCAAAGCATATTCCTCTGCAGACACTA 


2100 


Db 


2178 


2237 


Qy 

Db 


2101 
2238 


TTGAAGTTCATGGTGGATATTGCCCTGGGAATGGAGTATCTGAGCAACAGGAATTTTCTT 
1 1 1 1 1 t 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 M 1 i 1 1 1 1 1 1 1 1 1 i 1 1 1 M 1 1 11 t 1 1 1 1 

M M M 1 M M M M 1 1 1 1 M M 1 1 M M M M M 1 1 M M M M M M 1 M 1 M 

TTGAAGTTCATGGTGGATATTGCCCTGGGAATGGAGTATCTGAGCAACAGGAATTTTCTT 


2160 
2297 


Qy 


2161 


CATCGAGATTTAGCTGCTCGAAACTGCAT 218 9 

IMIIMMMMIIIIMIIIIMMM 

CATCGAGATTTAGCTGCTCGAAACTGCAT 2 326 




Db 


2298 





RESULT 12 

132202 

LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 

REFERENCE 
AUTHORS 

TITLE 
JOURNAL 
FEATURES 

source 



132202 
Sequence 
132202 
132202.1 



1 from patent 



01:1822993 



3635 bp 
US 5585269. 



DNA 



linear PAT 06-FEB-1997 



Unknown . 

Unknown . 

Unclassified. 

1 (bases 1 to 3635) 

Earp, H. Shelton. Ill , Graham, D . , Dawson, T.L., Mullaney , D . L . and 
Snodgrass , H . R . 

Isolated DNA encoding c-mer protooncogene 
Patent: US 5585269-A 1 17-DEC-1996; 

Location/Qualifiers 

1. .3635 

/ or gani sm= " unknown " 

/ mo l_type=" Unas signed DNA" 
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